The tables linking variable region sequences, gene usage, Ig isotypes and reactivity with citrullinated autoantigens give insight into the immune response to citrullinated proteins on a single cell basis.
Data
The data shown in this manuscript have been generated in a study of FCRL4 þ and FcRL4-B cells infiltrating the synovial fluid and synovial tissue of RA patients. They include a link to the GEO dataset of RNAseq gene expression profiles of these cells. Furthermore, the Ig isotype distribution of the B cells for these populations is shown for four individual patients in Fig. 1 . Table 1 gives detailed clinical characteristics from the anonymized patients. These are linked to the data shown in Table 2 , detailing variable gene region sequences from sorted cells, the isotype usage and reactivity with citrullinated proteins of these individual cells. Table 3 displays the number of sequences and recombinant monoclonal antibodies generated from FcRL4 þ and FcRL4-B cells from individual patients.
Experimental design, materials and methods
More detailed information can be found in Ref. [1] .
Experimental design
FcRL4 þ and FcRL4-B cells were sorted from synovial fluid and tissue from RA patients. Synovial fluid derived B cells were analysed for their gene expression profile by RNAseq. Immunoglobulin variable region genes from single sorted B cells were sequenced and expressed as components of recombinant monoclonal antibodies. These were investigated for their reactivity with autoantigens. Amplification of sections of Ig constant regions was used to identify Ig isotype usage.
Materials and methods
Cells from 4 SF and 2 ST samples were stained for CD19 and FcRL4 and sorted either as single cells or as cell populations. Individual IgH and IgL chain gene rearrangements were PCR-amplified independently. For identification of Ig isotypes, amplification of IgH chains with reverse primers specific for the constant regions of all human Ig classes and sequencing was used. Cloning of the Ig genes into expression vectors and antibody production and purification were performed. Antibody reactivity against citrullinated peptides was determined by ELISA. For gene expression analysis RNA sequencing was carried out on sorted FcRL4 þ and FcRL4-B cells from 4 SF samples. Preamplification prior to Illumina Truseq library preparation was performed using the SMARTer amplification using olig(dT) 
